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A novel mitochondrial peptidasome, the Presequence Protease
(PreP) was shown to be responsible for degradation of organellar
targeting peptides as well as other unstructured peptides in the
mitochondrial matrix. PreP belongs to the pitrilysin oligopeptidase
family (M16C) containing an inverted zinc-binding motif. The crystal
structure of Arabidopsis thaliana PreP, AtPreP, reﬁned at 2.1 Å,
revealed a novel mechanism of proteolysis, in which two halves of
the enzyme connected by a hinge region enclose large catalytic
chamber opening and closing in response to peptide binding. Double
knock-out mutant of AtPreP results in a severe phenotype, including
decreased size and growth rate, chlorosis and organellar abnormal-
ities, such as altered morphology, partial loss of the integrity of the
inner mitochondrial membrane and reduced mitochondrial respira-
tion. PreP homologues are present in yeast and humans. Interestingly,
human PreP has been associated with Alzheimer's disease (AD) as it is
responsible for degradation of amyloid-beta (Aβ) peptide in brain
mitochondria. Accumulation of Aβ has been shown in brain
mitochondria from AD patients and mutant transgenic mice over-
expressing Aβ precursor protein. Recent studies showed that PreP
activity is reduced in AD patients and AD mice models comparing to
age-matched controls, which correlated with an enhanced ROS
production in mitochondria. The molecular mechanism of hPreP
oxidation and its protection against ROS have been studied. As
increasing data are pointing towards the important role of mitochon-
drial dysfunctions in progression of AD, clearance of mitochondrial
Aβ by PreP may play an essential role in the pathology of AD.
doi:10.1016/j.bbabio.2012.06.185
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Iron–sulfur (Fe/S) clusters are simple and evolutionary ancient
inorganic cofactors of proteins with a function in catalysis, electron
transfer and regulation. The molecular basis of Fe/S cluster synthesis
and its assembly into apoproteins in a living cell have been subject to
intense research activities over the past years (Lill, R. (2009) Nature
460, 831–838). Biogenesis is accomplished by three complex
proteinaceous machineries. Mitochondrial Fe/S proteins require the
iron–sulfur cluster (ISC) assembly machinerywhich was inherited from
bacteria during evolution. Cytosolic and nuclear Fe/S protein
assembly also depends on the function of this machinery, yet
additionally requires the mitochondrial ISC export apparatus and the
cytosolic iron–sulfur protein assembly (CIA) machinery. The assembly
processes in both the mitochondria and the cytosol/nucleus follow
general biosynthetic principles, even though the ISC and CIA
components do not show any sequence similarity. The components
of all three systems (more than 25 proteins) are highly conserved
from yeast to man suggesting similar mechanisms of Fe/S protein
assembly in all eukaryotes. Malfunction of Fe/S protein biogenesis,
e.g., by genetic mutations, results in several hematological, neurolog-
ical and metabolic diseases.
This presentation will concentrate on the energetics of cellular Fe/S
protein biogenesis. In mitochondria, the assembly process requires the
input of both electrons and ATP. The electron transfer chain comprised
of NAD(P)H, ferredoxin reductase (yeast Arh1/human AdR), and
ferredoxin (Yah1/Fdx2) has been shown to contribute its electrons for
de novo Fe/S cluster synthesis on the scaffold protein Isu1. Biochem-
ical reconstitution of this process has recently allowed its thorough
functional analysis. ATP is used by the dedicated mitochondrial Hsp70
chaperone Ssq1 which interacts with both Isu1 and the monothiol
glutaredoxin Grx5. The latter transfers the newly synthesized Fe/S
cluster towards target apoproteins. The mechanism of how Ssq1–ATP
and Grx5 functionally cooperate in this process has recently been
unraveled. A need for ATP/GTP and electrons has also been
documented for cytosolic Fe/S cluster assembly on the Cfd1–Nbp35
scaffold proteins which belong to the family of P-loop NTPases.
Recent studies revealed ﬁrst insights into how the ﬂavoprotein Tah18
and the Fe/S protein Dre2 transfer the electrons and into how ATP/
GTP might be used for cytosolic Fe/S cluster synthesis.
doi:10.1016/j.bbabio.2012.06.186
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Acquisition, delivery and incorporation of metals into their
respective metalloproteins are important cellular processes. These
processes are tightly controlled for preventing that cells are exposed
to free metal concentrations that would lead to harmful oxidative
damages. Copper (Cu) is one such metal that is required as a cofactor
in a variety of proteins. Cytochrome c oxidases (Cox) are among the
metalloproteins whose assembly and activity involves the incorpora-
tion of Cu into their main catalytic subunit. In this study, we focused
on the acquisition of Cu2+ for incorporation into the heme-Cu
binuclear center of the cbb3-type Cox (cbb3-Cox) in the facultative
phototroph Rhodobacter capsulatus. By genetic screens, we have
identiﬁed several proteins that are involved in this process and we
have started to biochemically characterize the function of these
proteins and their dynamic interactions:
CcoA: CcoA is a member of the Major facilitator superfamily and
its deletion results in cbb3-Cox deﬁciency that can be rescued by Cu
supplementation. The total Cu content in ΔccoA cells is signiﬁcantly
reduced, suggesting a role in Cu uptake. ΔccoA strains easily acquire
suppressor mutations and their genetic and biochemical characteri-
zation will be presented.
CcoI: CcoI is Cpx-type ATPase that is speciﬁcally required for cbb3
Cox assembly. In the absence of CcoI, only a small amount of inactive
cbb3 Cox is detectable. The phenotype of the ΔccoI is not rescued by
additional Cu and the intracellular copper content in the absence of
CcoI is not different to the wild type. This indicates that CcoI is not
required for maintaining the general copper homeostasis in R.
capsulatus. This function is instead executed by two additional
ATPases CopA1 and CopA2. The deletion of these genes does not
interfere with cbb3 Cox assembly, but cells become hypersensitive
towards Cu.
SenC: SenC is homologous to ScoI of eukaryotic cells and required
for cbb3-Cox assembly in R. capsulatus. It is a copper binding protein
that is upregulated in the absence of CcoI. SenC interacts directly with
the CcoP and CcoH subunits of cbb3 Cox and it is likely that SenC is
directly or indirectly involved in the assembly of the CuB center,
although we did so far not observe any cross-link between SenC and
the CuB-containing CcoN subunit.
A model for the copper delivery pathway for the CuB center of cbb3
Cox will be presented.
doi:10.1016/j.bbabio.2012.06.187
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Mitochondrial (mt) DNA is compacted in nucleoprotein com-
plexes called nucleoids [1–4]. It has recently been reported [2] that
one nucleoid harbors one mtDNAmolecule, whereas previous studies
had suggested that each nucleoid contains several copies of mtDNA
[3]. Nucleoid structure may depend on cell type and growth
conditions. Further details of mitochondrial genetics, including
mechanisms of transcription and replication of mtDNA, are still
poorly understood. Investigation of these processes is very difﬁcult,
since mitochondria possess two hydrophobic membranes, which
must be overcome with speciﬁc probes or antibodies. Recently, new
ﬁndings have pointed out that nucleoids play a major role as centers of
mitochondrial biogenesis.
We focused our research on mt ribosomes. Mitochondrial
ribosomal protein was fused with ﬂuorescent proteins in inducible
or lentiviral vectors. We have combined these vectors with nucleoid
proteins and employed super-resolution Bi-Plane FPALM (Fluorescence
Photoactivation Localization Microscopy) microscopy [4]. We have also
adopted a modiﬁed dSTORM (direct Stochastic Optical Reconstruction
Microscopy) technique for RNA visualization using molecular beacons
that hybridize to16S rRNA.
We have revealed very close interactions between mt ribosomes
and nucleoids while observing mitochondrial nucleoids as centers of
ribosomal clouds. Biplane FPALM has shown that each nucleoid has
its own mt ribosomes in very close vicinity. There were still some free
mt ribosomes observed in the mitochondrial matrix, but their amount
was very low. To test whether ribosomal RNA is also adjacent
to nucleoids we applied our molecular beacon system for dSTORM
in situ hybridization and revealed some structures corresponding to
nucleoid and mt ribosome clusters.
Based on our ﬁndings we hypothesize that clusters of mitochon-
drial ribosomes surrounding nucleoids are centers of translation. Mt
ribosomes positioned in proximity to nucleoids may enhance
translation of mtRNA and forestall RNA degradation. Taken together
nucleoids are major sites where mitochondrial biogenesis (replica-
tion, transcription, translation, lipid metabolism) takes place.
Supported by GAUK no. 418811, ASCR no. M200110902 and GACR
grants P305/12/1247 and P305/12/P388.
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Cytochrome c oxidase (COX; cytochrome aa3) is a multi-subunit
enzyme of the mitochondrial respiratory chain. Biogenesis of COX is a
highly complex process involving N30 chaperones in eukaryotes. The
proteins Cox17, Sco1/2, and Cox11 are necessary for copper insertion
into the CuA and CuB redox centers of COX. Both Sco1 and Sco2
(Synthesis of cytochrome c oxidase) are strictly essential in humans,
with mutations in either gene resulting in a severe respiratory
deﬁciency and decreased COX activity. The Sco family of proteins is
discussed as potential copper chaperones during the assembly of the
CuA center in subunit II of COX [1–3]. The precise functions of the Sco
proteins, however, remain unclear. The soil bacterium Paracoccus
denitriﬁcans, a close relative of present-day mitochondria, contains
two Sco homologues and two PCuAC like proteins named ScoA/ScoB
and PCu1/PCu2. The present study aims at gaining a more detailed
insight into the roles of Sco and PCu proteins in P. denitriﬁcans by
introducing gene deletions, to test for possible defects in the
formation of the CuA site during the COX biogenesis process.
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